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The enzymatic degradation of L-methionine and the subsequent formation of volatile sulfur compounds
(VSCs) are essential for the development of the typical flavor in cheese. In the yeast Yarrowia lipolytica, the
degradation of L-methionine was accompanied by the formation of the transamination product 4-methylthio-
2-oxobutyric acid. A branched-chain aminotransferase gene (YlBCA1) of Y. lipolytica was amplified, and the
L-methionine-degrading activity and the aminotransferase activity were measured in a genetically modified
strain and compared to those of the parental strain. Our work shows that L-methionine degradation via
transamination is involved in formation of VSCs in Y. lipolytica.

Volatile sulfur compounds (VSCs) are present in many
foods (26), and it is estimated that VSCs represent about 10%
of the volatile components detected in food and beverages (8).
These compounds are commonly found in dairy products, in-
cluding yogurt (21, 27) and ripened cheeses (13, 19). Their low
odor thresholds make important contributions to the odor and
aroma of cheeses and may interact with the organoleptic prop-
erties of cheeses (7).

It is generally believed that in cheese VSCs are formed
exclusively at the late stage of ripening by surface bacteria, the
most common of which is Brevibacterium linens (1, 14). How-
ever, since they can grow in acidic environment, yeasts develop
during the early stage of ripening and may also contribute in a
direct way to the formation of VSCs (2). Yarrowia lipolytica,
Geotrichum candidum, Kluyveromyces lactis, and Debaryomyces
hansenii are the yeasts most frequently isolated from soft
cheeses, yet the mechanisms resulting in VSC formation in
these yeasts are still controversial.

VSCs arise primarily from the degradation of L-methionine
to methanethiol (MTL) in the cheese ecosystem, and they are
subsequently converted to other sulfur-bearing compounds,
including the MTL oxidation products dimethyl disulfide
(DMDS) and dimethyl trisulfide (DMTS) (12). The yeast G.
candidum is the most-studied cheese-ripening yeast for pro-
duction of VSCs (6, 9). This organism has been shown to
degrade L-methionine to MTL via a two-step degradation
pathway (9) that is probably initiated by an aminotransferase.
Aminotransferase, also called transaminase, is a pyridoxal 5�-
phosphate (PLP)-dependent enzyme which, in the presence of
an amino acceptor (e.g., �-ketoglutarate), catalyzes the forma-
tion of the transamination product 4-methylthio-2-oxobutyric
acid (KMBA), which is subsequently converted to MTL. Due
to the absence of the genome sequence and transformation
tools for G. candidum, functional analysis of any gene encoding

aminotransferase in this microorganism is not possible. Fur-
thermore, there is no direct evidence for the involvement of
any aminotransferase in L-methionine catabolism in yeasts,
while such involvement has been reported for branched-chain
aminotransferases (BCA) for several bacteria, including Lac-
tobacillus paracasei (32), Lactococcus lactis (17, 28), and Staph-
ylococcus carnosus (24).

Nevertheless, the involvement of aminotransferase in L-me-
thionine catabolism is also suspected in Y. lipolytica (2, 30).
The recent availability of the genome sequence of Y. lipolytica
(Génolevures: Genomic Exploration of the Hemiascomycete
Yeasts [http://cbi.labri.fr/Genolevures/index.php]) enabled us
to initiate a functional analysis of a gene encoding a branched-
chain aminotransferase.

Due to technological interest for transformation of milk
products and due to the generally strong enzymatic potential,
our objectives were to investigate food-grade Y. lipolytica
strains for production of VSCs and to investigate L-methionine
aminotransferase activity that we suspected to be involved in
synthesis of VSCs in this yeast. First, we tested the abilities of
different Y. lipolytica strains to degrade L-methionine by mea-
suring (i) the formation of the intermediate KMBA and (ii) the
production of VSCs. Second, a putative BCA gene was over-
expressed in Y. lipolytica, and the consequences for amino-
transferase activity and production of VSCs were investigated.

MATERIALS AND METHODS

Microorganisms. Twelve strains of Y. lipolytica were used in this study. Seven
strains (strains 634, 718, 721, 791, 879, 880, and 881) were obtained from Col-
lection de Levures d’Intérêt Biotechnologique (UMR-MGM, INRA, Thiverval-
Grignon, France). Three strains (strains 89, 90, and 91), originally isolated from
French cheeses, were obtained from the UMR-GMPA laboratory collection.
Strains W29 and 136463 were obtained from the laboratory collection of UMR-
MGM. Strain W29 (Mat A) is a wild haploid isolate obtained from sewage. Strain
136463 is a laboratory strain (leu2-35 ura3-302 his3-1) (20). All yeast strains were
stored in 5% glycerol–nonfat dry milk at �80°C until they were used. Escherichia
coli DH5� was used for plasmid preparation.

Culture conditions for strain comparison. A preculture of each strain was
grown in a 500-ml Erlenmeyer flask containing 100 ml of medium adjusted to pH
5 � 0.1. The medium was composed of 15 g liter�1 Casamino Acids (Difco,
Detroit, MI), 38 ml liter�1 of a 60% sodium lactate stock solution (Prolabo,
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Recherches Génie et Microbiologie des Procédés Alimentaires, CBAI,
78850 Thiverval-Grignon, France. Phone: 33 1 30 81 53 88. Fax: 33 1
30 81 55 97. E-mail: bonnarme@grignon.inra.fr.

4585



Fontenay-Sous-Bois, France), 6 g liter�1 yeast extract (Labosi, Oulchy-le-Châ-
teau, France), 0.1 g liter�1 calcium chloride (Prolabo), 0.5 g liter�1 MgSO4 ·
7H2O (Prolabo), 6.8 g liter�1 KH2PO4 (Prolabo), 20 g liter�1 sodium chloride
(Prolabo), 20 g liter�1 lactose (Prolabo), and 6 g liter�1 galactose (Sigma-
Aldrich, St. Quentin Fallavier, France) and was inoculated with a Y. lipolytica
stock suspension (1%, vol/vol). The preculture was agitated (150 rpm) for 48 to
72 h at 25°C. It was used to inoculate (1%, vol/vol) a culture medium (to obtain
final concentration of 105 CFU ml�1) having the composition described above
supplemented with 1 g liter�1 L-methionine (Sigma-Aldrich) prior to inoculation.
Cultures were agitated (150 rpm) at 25°C and harvested after 72 h, which
corresponded to the time of optimum production of VSCs. This culture was used
for high-performance liquid chromatography (HPLC) analyses of KMBA and
L-methionine.

For comparison of strains, the production of VSCs by each Y. lipolytica strain
was determined with a model liquid cheese medium (65% cheese curd and 35%
water) prepared as previously described (4). The cheese medium was inoculated
to obtain a final concentration of 105 CFU g of cheese medium�1.

Culture conditions and media for mutant and parental strain comparison.
The mutant and the parental strains were grown in a potato dextrose broth
(PDB) (Difco) recommended for culture of yeasts and molds. Precultures were
agitated (150 rpm) 48 to 72 h at 25°C and used to inoculate (1%, vol/vol) PDB
culture medium supplemented with 1 g liter�1 L-methionine (Sigma-Aldrich).
The cultures were agitated (150 rpm) at 25°C and harvested after 72 h, which
corresponded to the time of optimum production of VSCs. These cultures were
used for HPLC analyses of KMBA and L-methionine, for analyses of VSCs, and
for measurement of enzymatic activities.

Viable cell counts. Viable cell counts were expressed in CFU per milliliter and
were determined by using a standard aerobic plate count procedure with yeast
extract glucose chloramphenicol agar (Biokar Diagnostics, Paris, France). Sur-
face inoculation was carried out with a spiral plater (Interscience, St. Nom La
Bretèche, France) and 90-mm-diameter petri dishes. The dishes were incubated
at 25°C, and colonies were counted after 72 h.

Analysis of volatile sulfur compounds. Five milliliters of culture broth was
analyzed using a headspace analyzer (HP 7695A purge and trap concentrator;
Hewlett-Packard, Palo Alto, CA) coupled to a gas chromatograph (HP 6890;
Hewlett-Packard) and a mass spectrophotometer detector (HP 6890A quadruple
mass spectrometer; Hewlett-Packard), as previously described (25). Volatile
compounds were identified by mass spectrometry. The amounts of VSCs possibly
formed spontaneously in noninoculated control cultures were subtracted from
the total amounts of VSCs produced by inoculated cultures. The amount of each
VSC is expressed below as the surface area of the corresponding chromatogram
peak, taking into account the dilution used.

HPLC analyses of L-methionine and KMBA. The culture supernatants were
filtered using a polyethersulfone membrane filter (pore size, 0.2 �m; diameter,
25 mm). L-Methionine was quantified by performing HPLC analyses with a
Waters column (Symmetry C18 3.5 �m; diameter, 4.6 mm; length, 100 mm;
Waters, Saint Quentin-en-Yvelines, France). The operating conditions were as
follows: flow rate, 0.6 ml min�1; 20°C; and detection at 210 nm. The mobile
phases were H2O and acetonitrile. The gradient was 100% H2O for 2.5 min,
100% to 90% H2O for 0.5 min, 90% to 60% H2O for 7 min, and 60% to 100%
H2O for 4 min. L-Methionine (Sigma-Aldrich) was used as the standard. KMBA
was quantified by HPLC analyses with a Waters column (IC-Pak; diameter, 7.8
mm; length, 300 mm; Waters). The eluent was 0.1% H3PO4. The flow rate was
1 ml min�1 at 35°C, and detection was at 214 nm. KMBA (Sigma-Aldrich) was
used as the standard.

Preparation of cell extracts for enzyme assays. The fungal biomass was har-
vested and then ground essentially as previously described (2). The cell extract
(CFE) was collected for enzyme assays. The total protein content of the CFE was
determined by the method described previously (11) using bovine serum albumin
(Sigma-Aldrich) as a standard.

L-Methionine transaminase activity and thiol-producing activity. Transami-
nase activity was assayed by measuring the formation of glutamate as a product
of the transamination of the substrate L-methionine in the presence of an amino
group acceptor, �-ketoglutarate, as described previously (2). The aminotransfer-
ase activity was expressed as the amount of glutamate formed in nanomoles per
gram of protein per second.

Thiol-producing activity (TPA) was determined as previously described (18, 2)
using L-methionine or KMBA as the substrate. Specific activity was expressed in
nanomoles of MTL formed from L-methionine or KMBA per second per gram
of protein.

DNA techniques. All DNA manipulations were carried out using standards
methods (29). Chromosomal DNA of a Y. lipolytica strain was prepared as
previously described (23). The E. coli strain used for plasmid preparation was

grown in Luria-Bertani medium containing 10 g liter�1 Bacto tryptone (Difco),
5 g liter�1 Bacto yeast extract (Difco), and 5 g liter�1 NaCl adjusted to pH 7.5
at 37°C with aeration. When needed, ampicillin (50 �g ml�1) was added to the
culture medium. All restriction enzymes were used according to the conditions
for their use described by their manufacturers (Gibco-BRL, Cergy Pontoise,
France, and Biolabs, Saint-Quentin-en-Yvelines, France). The oligonucleotides
were synthesized by Eurogentec (Seraing, Belgium). Integrative transformation
of Y. lipolytica was performed by the lithium acetate procedure, and clones were
selected on YNB (0.17% [wt/wt] yeast nitrogen base, 0.5% [wt/wt] ammonium
sulfate, 1% [wt/wt] glucose) (33).

PCR, cloning, and sequencing. PCR amplification was performed with a Croc-
odile III thermocycler (Appligene, Illkirch, France) using Ready-to-Go PCR
beads (Pharmacia Biotech, Uppsala, Sweden) and the following cycling param-
eters. DNA denaturation was performed at 95°C for 1 min, and this was followed
by annealing at 58°C for 1 min and amplification at 72°C for 2 min. This cycle was
performed 30 times before a final amplification at 72°C for 10 min.

A YlBCA1 fragment was amplified by PCR using two oligonucleotides, oligo-
nucleotide 1 (the forward primer) (5�-AAGGAAAAAGCGGCCGCGGATTA
GCAGTCCACGGTGG) and oligonucleotide 2 (the reverse primer) (5�-GCG
GGCCGCATGGCCAAAATGACCAAACTGTCACCCC). The 1-kb PCR
fragment obtained with these oligonucleotides contained the whole BCA1 open
reading frame flanked by SfiI and NotI restriction sites. Lambda DNA digested
with BstEII was used as the molecular size standard.

The PCR products were extensively restricted by SfiI and NotI. The cleaved
products were ligated to an SfiI-NotI digest of pBLCM, a derivative of pBUCM
(31) carrying the LEU2 marker instead of the URA3 marker. The transformants
were selected for ampicillin resistance and verified by restriction site mapping.
Two independent clones were conserved. The plasmids were linearized by AscI
to target the terminator of the XPR2 gene (encoding the alkaline extracellular
protease [EC3.4.21.14]) of Y. lipolytica in a DNA region that is highly transcribed.
The linearized plasmids were used to transform strain 136463. The transformed
clones were selected for Leu� prototrophy. The clones were screened for the
presence of correct integration. To do this, we performed PCR with colonies.
Mapping with oligonucleotides SJ13 (GGCCTGTCTAGAATCTCTC) and
DS102 (TCCCGAAAACGTTCTTCGGGGCG) in the XPR2 locus allowed am-
plification of a 1.3-kb band characteristic of a right insertion. Strains displaying
such bands by colony PCR were retained for further analysis.

Data analyses. Data were analyzed using the Statgraphics Plus software. The
values presented below are means of three replicates. A one-way analysis of
variance was performed. Fisher’s least-significant difference procedure was ap-
plied (� � 0.05) to the individual variables in order to compare means and to
assess the significance of differences.

Nucleotide sequence accession number. The nucleotide sequence of YlBCA1
reported in this paper has been deposited in the DDBJ, EMBL, and GenBank
nucleotide sequence databases under accession number XP_502278.

RESULTS

Biosynthesis of KMBA, L-methionine degradation, and pro-
duction of VSCs by several Y. lipolytica strains. The abilities of
12 Y. lipolytica strains to degrade L-methionine and to produce
KMBA, the L-methionine transamination product, were eval-
uated. Depending on the strain, 27 to 66% of the initial
amount of L-methionine was consumed. Conversely, KMBA
was produced by all strains (Table 1), which suggests that a
transminase activity is involved in L-methionine catabolism.
Furthermore, except for strains 91, W29, and 721, the level of
KMBA-specific production remained in the range from 1.2 �
10�8 to 1.6 � 10�8 �mol CFU�1 (Table 1) for all strains.
Yields for bioconversion of L-methionine to KMBA ranging
from 40 to 43% (strains 91, 634, 880, and 721) to 100% (strain
136463) were obtained. However, the strains which consumed
the most L-methionine were not necessarily the strains exhib-
iting the highest bioconversion yields. For instance, with strain
136463 only 27% of the L-methionine was totally transformed
to KMBA, while with strain 634 66% of the L-methionine
added initially was converted to KMBA with a 40% biocon-
version yield.
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The production of VSCs was measured for the 12 strains of
Y. lipolytica cultivated on a liquid cheese model medium. The
major VSCs produced, representing more than 98% of the
total VSC production, were DMDS and DMTS (Table 1). For
VSC production, strain 136463 proved to be the most efficient
of the 12 Y. lipolytica strains. In addition to DMDS and DMTS,
five strains of Y. lipolytica (strains W29, 881, 89, 880, and 90)
were also able to produce 3-(methylthio)-propanal, also called
methional, which represented no more than 2% of the total
VSC production. The production of methional by Y. lipolytica
is likely a result of the enzymatic decarboxylation of KMBA.

Y. lipolytica 136463 is a laboratory strain which was geneti-
cally manipulated and contains selectable genetic markers.
Furthermore, due to its efficiency for production of VSCs, we
selected this strain to study amplification of a BCA gene in Y.
lipolytica.

Identification and genetic characterization of branched-
chain aminotransferase genes of Y. lipolytica. From the results
described above, it seemed likely that Y. lipolytica strains pro-
duce an aminotransferase possibly involved in L-methionine
catabolism. We therefore searched for genes encoding amin-
otransferases in the full genome of Y. lipolytica (Génolevures:
Genomic Exploration of the Hemiascomycete Yeasts [http://cbi
.labri.fr/Genolevures/index.php]). Based on other studies, we
decided to focus on genes encoding BCA. Several bacterial
BCAs have been reported to degrade L-methionine and to play
a major role in cheese flavor development (e.g., synthesis of
VSCs) as a result of L-methionine degradation (28, 34). How-
ever, L-methionine has never been tested as a substrate for any
yeast aminotransferase, although several BCAs have been
characterized in several yeasts (15, 16, 22); however, their
substrate specificities were evaluated only with branched-chain
amino acids (22). Two genes encoding BCAs were identified in
the Y. lipolytica genome on the basis of sequence homology
with the known mitochondrial and cytoplasmic BCA genes
(mitochondrial BAT1, cytoplasmic BAT2) of Saccharomyces
cerevisiae and Schizosaccharomyces pombe, which were studied
and characterized previously (15, 16, 22).

An amino acid sequence alignment of the products of these
genes with those of several other organisms is presented in Fig.
1. This alignment was constructed using the ClustalX multiple-

sequence alignment program. Residues that are identical or
similar in all of these sequences are indicated. Both Y. lipolytica
BCA genes exhibited a pyridoxal phosphate attachment site of
Cys/Met metabolism enzymes at positions 225 to 240, indicat-
ing that the genes really encode a PLP-dependent enzyme. The
Lys235 residue (Fig. 1) has been shown to be essential for the
formation of the Schiff base intermediate with pyridoxal phos-
phate (22).

The mitochondrial localization can be deduced from the
presence of an N-terminal extension enriched in serine, thre-
onine, and polar amino acids. Some species, such as Saccha-
romyces or Yarrowia species, have two BCA genes, one with a
mitochondrial targeting signal and one which is cytoplasmic. In
other species, there is only one BCA, and it has either cyto-
plasmic features (as in D. hansenii) or mitochondrial features
(as in K. lactis). From these observations, it cannot been con-
cluded that there is preferential compartmentation for BCA.
Surprisingly, the branched-chain amino acid aminotransferases
from L. lactis and Lactobacillus plantarum aligned fairly well
with the other BCAs from yeasts; this could be indicative of
horizontal transfer. This observation was especially obvious on
the phylogenic tree (data not shown) in which BCAs of lactic
acid bacteria were closely related to the other BCAs and in
which ScBAT1 and KlBCA1 did not seem to belong to this
group.

The analysis of the Y. lipolytica DNA sequence revealed an
open reading frame that encodes a 388-amino-acid protein for
the mitochondrial gene (YlBCA1) and a 373-amino-acid pro-
tein for the cytosolic gene (YlBCA2). Furthermore, mitochon-
drial BCA has been reported to be a prominent isoenzyme in
S. cerevisiae during the growth phase (16). We therefore de-
cided to focus our functional analysis studies on the YlBCA1
gene encoding a mitochondrial BCA in Y. lipolytica.

Effect of amplification of the YlBCA1 gene in Y. lipolytica on
conversion of L-methionine to VSCs and catabolic activities. In
the cells, there are several amino acid aminotransferases with
overlapping specificities for L-methionine. A gene inactivation
strategy would have been cumbersome and most probably
would have led to viability defects. An amplification strategy
was therefore chosen. If amplification of the activity results in
an increase in the VSC yield, it can be concluded that this

TABLE 1. Production of KMBA, L-methionine consumption, and production of VSCs by 12 strains of Y. lipolytica

Strain KMBA production
(�mol CFU�1, 108)

L-Methionine consumption
(�mol CFU�1, 108)

Yield
(%)a

Production of DMDS � DMTS
(surface area CFU�1)

136463 1.31 � 0.19 bcb 1.31 � 0.06 (27)c h 100 18.80 � 2.69 a
W29 1.61 � 0.15 a 2.52 � 0.08 (49) d 64 13.23 � 0.05 b
881 1.17 � 0.05 c 2.90 � 0.09 (60) b 40 1.02 � 0.01 c
91 0.58 � 0.13 c 1.40 � 0.07 (30) h 41 0.81 � 0.01 c
89 1.21 � 0.01 bc 1.88 � 0.03 (38) g 64 0.80 � 0.00 c
634 1.25 � 0.17 bc 3.14 � 0.05 (66) a 40 0.77 � 0.01 c
880 1.28 � 0.02 bc 2.97 � 0.04 (57) b 43 0.65 � 0.01 d
90 1.26 � 0.03 bc 2.25 � 0.09 (47) c 56 0.57 � 0.00 d
879 1.26 � 0.02 bc 2.77 � 0.02 (54) c 45 0.52 � 0.04 d
718 1.17 � 0.02 c 2.43 � 0.03 (49) d 48 0.52 � 0.00 d
721 0.90 � 0.01 d 2.30 � 0.04 (48) e 39 0.34 � 0.00 d
791 1.37 � 0.01 b 2.02 � 0.06 (41) f 68 0.14 � 0.00 d

a The yield is the number of moles of KMBA formed per mole of L-methionine consumed, expressed as a percentage.
b Within a column different single letters indicate that values are significantly different. Two letters indicate that a value is between the values for two groups.
c The values in parentheses indicate the amount of L-methionine consumed expressed as a percentage of the amount of L-methionine initially added (6.7 mM).
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activity is involved in the pathway leading to the biosynthesis
VSCs. This could occur even if there are concurrent activities
at this step. Moreover, overexpression of this activity should
not have a detrimental effect on the growth of the cells.

The YlBCA1 gene was cloned by PCR and placed under the
control of the strong promoter hp4d, and then it was reintro-
duced by integrative transformation into parental strain
136463 to obtain the BCA1 transformant, which was studied
further. In order to assess the role of YlBCA1 in L-methionine
catabolism, we compared the aminotransferase activitiy and
L-methionine degradation activity of the BCA1 transformant
with those of the parental strain cultivated in PDB enriched in
L-methionine. A 62% increase in KMBA biosynthesis, which is
consistent with an increase in aminotransferase activity, was
observed for the BCA1 transformant compared to the parental
strain (Table 2). The production of VSCs was also assessed for
both strains cultivated in the culture medium described above.
DMDS and DMTS accounted for more than 98% of the total
VSCs detected by gas chromatography-mass spectrometry.
The BCA1 transformant produced 55% more VSCs than the
parental strain produced (Table 2). While MTL is expected to
be the major reaction product of L-methionine catabolism to-
gether with KMBA, DMDS and DMTS are by far the VSCs
that are produced most. This is due to the fact that MTL is a
highly reactive sulfur compound that quickly reacts with itself,
forming the oxidized and more stable compounds DMDS and
DMTS (12).

However, TPAs were also found in CFE of both the parental
strain and the BCA1 transformant. The data showed that the
level of TPA was 2.5-fold greater in the transformant strain
than in the parental strain when L-methionine was the sub-
strate, while the level of TPA remained unchanged with the
substrate KMBA (Table 2).

DISCUSSION

Y. lipolytica is one of the most extensively studied noncon-
ventional yeasts. Its ecological niche includes lipid-rich foods,
like cheese, as well as sewage plants. Owing to their efficiency
at producing aroma compounds, strains of Y. lipolytica have
been used for the preparation of cheese flavor compounds (5,
10) and can also contribute to production of VSCs from L-
methionine (30).

In this work, the gene encoding a BCA, YlBCA1, was iden-
tified in the yeast Y. lipolytica. Due to its importance in micro-
biology, aminotransferase activity has been studied in detail in
numerous microorganisms, including yeasts and bacteria. In S.
cerevisiae, two isoenzyme forms of BCAs have been identified

(16, 22). In this microorganism, two genes encode these isoen-
zymes; one gene encodes the mitochondrial enzyme (ScBAT1),
and another gene encodes the cytosolic enzyme (ScBAT2). It
was found that ScBAT1 encodes a 393-amino-acid protein with
an NH2-terminal extension that directs the protein to the mi-
tochondrial matrix. A highly homologous 376-amino-acid pro-
tein, ScBAT2, was found in the cytosol of S. cerevisiae (16, 22).
In S. pombe, only one gene encoding a BCA has been identi-
fied (15). This gene encodes a 381-amino-acid protein with a
calculated molecular mass of 42,521 Da. S. pombe BCA exhib-
its 47 to 52% identity with both BCAs isolated from S. cerevi-
siae. In Y. lipolytica, two open reading frames, one that encodes
a 388-amino-acid protein (YlBCA1) and one that encodes a
373-amino-acid protein (YlBCA2), were identified. The calcu-
lated molecular masses of these proteins were 42,584 Da and
40,914 Da, respectively, which is in good agreement with the
molecular masses of other yeast BCAs (41 to 43 kDa) (15, 22).
Furthermore, it was anticipated that the BCA1 gene encodes a
mitochondrial enzyme as it displayed a mitochondrial targeting
presequence, but we have no direct evidence for the localiza-
tion of the BCA1 gene product. It is expected that amplifica-
tion of BCA1 would not modify the localization of the protein
as the mitochondrial import machinery has a very high trans-
port capacity.

The amino acid sequence derived from the DNA sequence
of YlBCA1 had no significant identity with cystathionine-�-
lyase (CYS3) or cystathionine-�-synthase (MET5) of S. cerevi-
siae, two other PLP-dependent enzymes possibly involved in
L-methionine catabolism. Moreover, there was no significant
homology between the YlBCAI gene and the MGL gene, a
prokaryotic gene encoding an L-methionine-�-lyase catalyzing
the one-step degradation of L-methionine to MTL, that has
recently been identified in B. linens (1). In contrast, the
YlBCA1 sequence exhibited 53% and 63% homology with S.
pombe SpBCA1 and S. cerevisiae ScBAT1, respectively, and
35% identity with the branched-chain aminotransferase of L.
lactis which was shown to be active on L-methionine (34). All
this shows that YlBCA1 truly encodes a branched-chain ami-
notransferase. Indeed, overexpression of the YlBCA1 gene
significantly increased L-methionine transamination (e.g., ami-
notransferase activity and KMBA synthesis), as well as the
production of VSCs in Y. lipolytica. Furthermore, the fact that
the level of TPA with L-methionine was significantly greater in
the BCA1 transformant than in the parental strain, while the
level of TPA with KMBA remained unchanged, strongly sug-
gests that L-methionine transamination is a limiting step in
conversion of L-methionine to MTL, whereas conversion of

TABLE 2. Production of KMBA, L-methionine consumption, growth, production of VSCs, and L-methionine transaminase activity in the
parental strain and in the BCA1 transformant

Strain

KMBA
production

(�mol CFU�1,
108)

L-Methionine
consumption

(�mol CFU�1,
108)

Growth (CFU
ml�1, 10�7)

Production of
DMDS �

DMTS (surface
area CFU�1)

L-Methionine transaminase
activity (nmol g of

protein�1 s�1)

Thiol-producing activity
(nmol g of protein�1 s�1)

From L-
methionine From KMBA

136463 1.68 � 0.25 aa 2.45 � 0.07 a 7.21 � 0.32 b 12.47 � 2.13 a 53.99 � 4.04 a 12 � 3 a 24 � 4 a
BCA1 transformant 2.72 � 0.14 b 4.42 � 0.12 b 5.84 � 0.16 a 19.37 � 2.37 b 80.06 � 5.24 b 29 � 4 b 18 � 2 a

a Within a column different letters indicate that values are significantly different.
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KMBA to MTL is not limiting. Transamination is therefore a
key step in L-methionine catabolism in Y. lipolytica.

Branched-chain amino acid aminotransferases have been
studied in S. cerevisiae with respect to catabolism of branched-
chain amino acids (e.g., leucine, isoleucine, and valine) (22).
However, L-methionine has never been studied as a possible
substrate for BCAs from S. cerevisiae or any other yeast. In the
present study, we first studied the L-methionine-degrading ac-
tivities of Y. lipolytica and demonstrated that a branched-chain
aminotransferase could be involved in this process. This is of
considerable interest since aminotransferase involvement in
production of VSCs by Y. lipolytica was, until now, rather
speculative. The fact that yeasts could also develop in the early
stage of cheese ripening, in contrast to the cheese-ripening
surface bacteria, is also important. Better knowledge of ami-
notransferase regulation mechanisms could therefore help in
promoting biosynthesis of VSCs earlier during the ripening
process, as well as biotransformations of other food products.
Further studies on regulation of aminotransferase in Y. lipoly-
tica could be of interest. For instance, induction of L-methio-
nine aminotransferase activity by the carbon source which has
been reported in the yeast G. candidum (3) could be studied at
the level of gene expression in Y. lipolytica.

Furthermore, although the L-methionine transamination
pathway is highly active in Y. lipolytica, the subsequent degra-
dation of KMBA to MTL or to other intermediate sulfur
compounds still remains to be elucidated, although it is prob-
ably not a limiting step for conversion of L-methionine to MTL.
One possibility is the demethiolation of KMBA to MTL and
�-ketobutyrate. A KMBA-demethiolating activity has already
been measured in Y. lipolytica (2), and the enzyme(s) respon-
sible for this activity could be searched for in this microorgan-
ism. Another possible KMBA degradation pathway is the de-
carboxylation to methional. Since this compound was found in
several of the yeasts tested, we suspect that this pathway is
active in Y. lipolytica, and KMBA-decarboxylating activities
could be investigated.
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